Background: The etiology of the Graves' disease (GD) is largely unknown. However, genetic factors are believed to play a major role. A recent genome-wide association study in a Han Chinese sample collection revealed two new Graves' disease (GD) risk loci within chromosome band 4p14 and 6q27. In this study, we aimed to investigate these associations with Weifang Han Chinese population of Shandong province and perform a meta-analysis of associations with GD. Methods: A case-control study was conducted to investigate association of variation within 4p14 and 6q27 to GD susceptibility in Weifang Han Chinese population of Shandong province. SNP rs6832151 at chromosome 4p14 and SNP rs9355610 at chromosome 6q27 was selected for genotyping in 2,382 GD patients and 3,092 unrelated controls. SNP genotyping was performed using TaqMan Real-time PCR technique assays on ABI7900 platform. A meta-analysis was performed with the data obtained in the current sample-set and those available from prior studies. Results: Association analysis revealed both rs6832151 located in 4p14 (odds ratio (OR) = 1.27, P Allelic = 1.48 × 10
Background
Graves' disease (GD) is a common organ-specific autoimmune disorder characterized by autoantibodies activating the thyrotropin receptor (TSHR) causing a hyperfunction of thyroid gland. Lymphocytic infiltration was found in the thyroid gland of patients with accompanying evidence of both humoral and cellular immune system activation. GD is clinically characterized by hyperthyroidism, diffuse goiter and the presence of thyrotropin receptor (TSHR) antibodies. Stimulatory TSHR auto-antibodies are directly responsible for the syndrome of hyperthyroidism in the development of GD.
Both genetic and environmental factors were thought to be involved in the pathogenesis of GD. Previous studies suggested that genetic background had a predominant impact on individual susceptibility to GD and contributed up to about 79% of total disease risk [1] . GD, as well as other common autoimmune disorders, emerges as a complex disease with multiple risk genes influencing the risk of morbidity. The well-established genetic risk genes predisposing to GD include human leukocyte antigen (HLA), cytotoxic T-lymphocyte associated antigen-4 (CTLA-4), TSHR and Fc receptor like 3 (FcRL3) [2] [3] [4] [5] .
A recent genome-wide association study (GWAS) in Chinese Han population firstly identified two novel GD susceptibility loci at chromosomal bands 4p14 (rs6832151) and 6q27 (rs9355610) [6] . Rs6832151 is located in an intergenic region at 4p14, which contained two annotated gene, namely CHRNA9 and RHOH, and a newly cloned gene, namely GDCG4p14. Rs9355610 is located in a region of linkage disequilibrium (LD) at 6q27 containing three genes, namely RNASET2, FGFR1OP and CCR6. Rs9355610 lies 13-kb 5' upstream RNASET2, which is the closest gene to rs9355610. The chromosome locations of these genes made them as the positional candidate genes for GD susceptibility.
The associations of variation at 4p14 and 6q27 were then investigated several following independent studies. Association of rs6832151 within 4p14 was replicated in Polish population, and rs9355610 within 6q27 was associated with GD susceptibility only following a recessive model in Polish population [7] , whereas no significant association was found when comparing the difference of allele or genotype distribution between cases and controls. In study of Japanese population, rs9355610 within 6p27 was associated with Graves' disease, whereas rs6832151 within 4p14 showed no significant associations [8] . Association with rs6832151 at 4p14 and rs9355610 at 6q27 were found with GD in several sample-sets of Chinese Han population from different regions [9] [10] [11] [12] . These inconsistencies might be caused by population genetic heterogeneity or under powered sample size.
Because of possible genetic heterogeneity between Han Chinese of different regions, we investigated the associations of the above two SNPs (rs6832151 at 4p14 and rs9355610 at 6q27) with GD risk in Weifang Han population. To further clarify the inconclusive association between two SNPs and GD, we conducted a meta-analysis with available data sets from prior studies together with our current data.
Methods

Study population
The study population consisted of 2,382 Chinese Han GD patients and 3,092 unrelated, age and sex matched healthy controls. All patients with GD were recruited from Department of Endocrinology, Weifang People's Hospital of Shandong province in China. The healthy controls were recruited from the Health Check-Up Center of the hospital, which were all of self-reported Chinese Han ethnicity from Weifang City of Shandong province. The study was approved by the ethics committee of Weifang People's Hospital and written informed consent was taken from all participants.
Patients were diagnosed with GD based on the documented clinical symptoms and laboratory tests (increased thyroid hormone levels, decreased TSH levels and presence of TSH Receptor Antibodies (TRAb)) as described previously [13] . The thyroid function and autoantibody status were tested for all control subjects. Control subjects with subclinical autoimmune thyroid disease (AITD) and known family history of autoimmune disease were removed.
DNA extraction and genotyping
Peripheral blood of 2 ml was collected from each participant. Genomic DNA was extracted from human peripheral blood cells using the FlexiGene DNA Kit 250 (Qiagen, Hilden, Germany) according to the manufactures' guidelines. Two selected SNPs (rs6832151 and rs9355610) were genotyped using TaqMan assays on ABI7900 platform. TaqMan SNPs genotype assays were provided by Applied Biosystems (C__29224385_10 for rs6832151 and C__30614352_10 for rs9355610, respectively). SNP genotyping was performed on ABI7900 Sequence Detection System (Applied Biosystems, USA) according to the manufacturer's instructions. The data completion rate of rs6832151 and rs9355610 was 99.6% and 99.4% respectively.
Statistical analysis
Statistical analysis was performed using Plink. The genotype distribution of each SNP was tested for Hardy-Weinberg equilibrium in both case and control population. Both allele and genotype frequencies were assessed by χ 2 -test between the cases and the controls. A two-tailed P-value < 0.05 was considered statistically significant. The risk allele of each SNP was revealed by odds ratios (ORs).
We assessed the power of the data using the CaTS [14] . Assuming disease prevalence of 1% and taking into account the expected risk allele frequency of rs6832151 (35%) and rs9355610 (49%) in the general population, the combined set of 2,382 GD cases and 3,902 controls provided a power of 99.8% and 74.5%, respectively, to support an association between GD and two SNPs, with an genotype relative risk of 1.2 and 1.1 respectively at the 5% significance level.
Meta-analysis
To identify data to be included in the meta-analysis, a literature search was performed in PubMed (at http:// www.pubmed.gov) up to April 2016. We searched for all publications relating to association studies and checked the reference lists of identified studies for additional studies. Association studies of chromosome 4p14 with GD were found by entering the search phrase: 'GD' or 'Graves' disease' and '4p14' and 'rs6832151' and 'SNP'. Similarly, association studies of chromosome 6q27 with GD were found using the search phrase: 'GD' or 'Graves' disease' and '6q27' and 'rs9355610' and 'SNP'. The analyzed data covered all English and Chinese publications from September 2011 to April 2016. Six studies including the present study investigated the association of rs6832151 at 4p14 with GD, and totally 10,781 cases and 16,304 controls were studied. Seven studies including the present study investigated the association of rs9355610 at 6q27 with GD, and totally 11,306 cases and 12,756 controls were studied.
We conducted meta-analysis using Review Manager software (version 4.2). The I 2 statistic for inconsistency [15] and the χ 2 distributed Cochran Q-statistic [16] was used to assess heterogeneity across studies. I 2 describes the proportion of variation that is unlikely due to chance and is considered significantly large for values > 50% [17] . Statistical significance of Q was accepted for P-values < 0.10. Fixed effects model using Mantel-Haenszel method was applied to pool the results since no heterogeneity was observed among studies (Q-test P > 0.100 and I 2 < 50%). All P-values are two-sided.
Results
Clinical characteristics of the samples
To investigate whether rs6832151and rs9355610 contributed to GD susceptibility, we recruited a case-control sample collection. Demographic information was shown in Table 1 . The sex ratio was well matched between the cases and the controls. The ratio of female to male was 3.02 in GD patients and 2.96 in the healthy controls. The mean age of patients was 40.3 years and the mean age of healthy control subjects was 42.6 years.
Association analysis
In both of the patients and control samples, the distribution of genotype frequencies of the two SNPs conformed to Hardy-Weinberg equilibrium (P > 0.05). The genotypic frequencies of the two SNPs were showed in Table 2 . Both rs6832151 and rs9355610 were associated with risk to GD.
The minor allele G of rs6832151 was associated with GD risk (P Allelic = 1.48 × 10 ). Analysis of model of inheritance revealed the risk allele G of rs6832151 was associated with GD susceptibility following both the recessive model (P Recessive = 2.75 × 10
) and the dominant model (P Dominant = 1.78 × 10
−4
). The recessive model should be preferred.
The major allele G of rs9355610 within 6q27 was associated with GD risk (P Allelic = 1.04 × 10 −2 , OR = 1.10, 95% CI: 1.02-1.19). The frequency of rs9355610 risk allele G was 0.51 in cases and 0.49 in controls. The genotype frequencies of rs9355610 in GD cases (G/G, 26.4%; A/G, 50.3%, and A/A, 26.4%) differed significantly from those in the controls (G/G, 23.2%; A/G, 51.6% and A/A, 25.2%, respectively) (P Genotypic = 2.12 × 10 −2 ). Analysis of model of inheritance showed the G allele of rs9355610 had a dominant effect on GD in the current population (P Dominant = 7.15 × 10
), whereas analysis of recessive model showed no significant association (P Recessive = 0.13).
Meta-analysis
Meta-analysis for rs6832151 and rs9355610 was performed combining the data from previous studies in Chinese, Polish Caucasian and Japanese populations, and the data of present study. Six studies including the present study investigated the association of rs6832151 at 4p14 with GD, and totally 10,781 cases and 16,304 controls were studied. Seven studies including the present study investigated the association of rs9355610 at 6q27 with GD, and totally 11,306 cases and 12,756 controls were studied. The allelic forest plots are shown in Fig. 1 .
For meta-analysis of rs6832151 within 4p14, no heterogeneity was detected among the six studies (P = 0.74 for Q-test; I 2 = 0%; Fig. 1a ). The pooled OR was 1.27 (95% CI: 1.22 to 1.32) calculated by fixed effects approaches. The results confirmed the modest effect that rs6832151 within 4p14 played in GD susceptibility. The Japanese study showed no significant association for rs6832151 with GD risk (OR = 1.22; 95% CI: 0.92 to 1.62; Fig. 1a) . However, the trend of the OR for the Japanese samples was similar to the Chinese and the Polish Caucasian samples. It might be that the sample size is too small to detect the genetic effect of rs6832151in the Japanese sample collection.
For meta-analysis of rs9355610 with 6q27, no significant heterogeneity presented among seven studies (P = 0.10 for Q-test; I 2 = 41.2%; Fig. 1a) . The pooled OR was 1.18 (95% CI: 1.13 to 1.22) calculated by fixed effects approaches. The Polish study showed no significant association for rs9355610 with GD risk individually (OR = 1.14; 95% CI: 0.99 to 1.33; Fig. 1b) . However, the trend of the OR for the Fig. 1 Forest plots of Meta-analysis for the association of rs6832151 and rs9355610 with GD susceptibility measured by allele frequency data. OR (black squares) and 95% CI (bar) are shown for each study. The pooled ORs and their 95% CIs are represented by the shaded diamonds. The symbol n indicates the total number of the risk alleles, and N indicates the total number of the risk alleles plus the protective alleles. a Meta-analysis of the association studies of rs6832151; b Meta-analysis of the association studies of rs9355610
Polish samples was similar to the Chinese and the Japanese samples. It also might be that the sample size is not large enough to detect the moderate genetic effect of rs9355610 in the Polish sample collection.
Discussion
In the current study, we replicated the associations of variation in chromosome band 4p14 and 6q27 with GD susceptibility in a North Han Chinese sample-set from Weifang City, which is a coastal city in Shandong province located in North China. Our meta-analysis including the data from previous studies together with the present data unequivocally replicated the association of GD susceptibility with rs9355610 and rs6832151. No significant heterogeneity was observed among the studies for both SNPs (Fig. 1) . Of note, only one study in Caucasian population investigate these associations, further more studies in Caucasian and other population were needed to confirm these associations with GD susceptibility. Combining seven data-sets from three countries across two continents, we were able to perform a meta-analysis for rs6832151 at 4p14 with association with GD that included 11,306 cases and 12,756 controls. The metaanalysis results confirmed the modest effect (OR = 1.27; 95% CI: 1.22 to 1.32) that the rs6832151 polymorphism at 4p14 played in GD susceptibility. Consistently positive associations were found in the six data-sets. However, no association was found Japanese population when comparing the allelic effects (OR = 1.22, 95%CI: 0.92-1.62, P = 0.17). The frequency of the risk allele G was 0.41 and 0.35 in the current Chinese cases and controls. The frequency of the risk allele G was 0.292 and 0.252 in the Japanese cohort with 286 cases and 222 controls. The trend of the ORs for each of the Chinese, Japanese and Polish cohorts was similar and there was no significant heterogeneity across the seven data-sets (Fig. 1a) . It should be that the sample size is too small to detect the modest genetic effect of rs683215 with GD in the Japanese sample-set.
Rs6832151 is located within a 110-kb interval at 4p14. CHRNA9, RHOH and GDCG4p14 are located near this region. Rs6832151 influenced the expression of mRNA of both CHRNA9 and GDCG4p14 [6] . However, these two neighboring genes harbor no SNPs in high LD with it. CHRNA9 was found to be involved in various pathophysiologic processes, such as tumorigenesis, vestibulo-oculomotor interaction and chronic mechanical hyperalgesia [18] [19] [20] [21] [22] . Variation within CHRNA9 region was associated with increased breast cancer risk and nonsmall cell lung cancer risk [23, 24] . Notably, the expression level of CHRNA9 was relatively high in CD4 + and CD8 + T cells [6] . The newly cloned gene, GDCG4p14, had higher expression levels in CD4 + and CD8 + T cells. Therefore, both CHRNA9 and GDCG4p14 are positional and functional candidate genes for GD susceptibility. The expression of RHOH is limited to hematopoietic lineage cells [25] . RhoH is a key adapter protein that contributed to the regulation of both pre-T cell receptor (TCR) and TCR signaling during T cell development [26] . An excess amount of RhoH was able to initiate pre-TCR signaling in absence of pre-TCR complexes [27] . It could be hypothesized that RHOH might affect the T-cell-related immune response and thus play a role in pathogenesis of GD.
We also found rs9355610 in 6q27 was associated with GD risk in Weifang Han Chinese Han population. Our meta-analysis summarizes the evidence to date regarding the association between rs9355610 and GD, representing a pooled total of 11,306 cases and 12,756 controls from three countries across two continents. The results of meta-analysis indicated an association of rs9355610 with GD susceptibility (OR = 1.18; 95% CI: 1.13 to 1.22; Fig. 1b) . Positive associations were found in the six datasets. However, no association was found in Polish Caucasian population when comparing the allelic effects (OR = 1.14, 95% CI: 0.98-1.33, P = 0.082). The frequency of rs9355610 risk allele G was 0.51 and 0.49 in the current Chinese cases and controls. The frequency of the risk allele G was 0.71 and 0.68 in the Polish Caucasian cases and controls. The trend of the ORs for each of the Chinese, Japanese and Polish cohorts was similar and there is no significant heterogeneity across the seven data-sets (Fig. 1b) . It should be that the sample size is not large enough to detect the genetic effect of rs683215 with GD in the Polish Caucasian sample-set of 560 GD patients and 1,475 controls.
LD pattern in Chinese population showed that rs9355610 was located in an LD block covering 5' exons of RNASET2 and the 5' upstream region. The risk allele of rs9355610 was significantly with the diminished level of RNASET2 expression in T cells from healthy subjects [6] . RNASET2, encoding ribonuclease T2, is the only RNase T2 family member in humans. Ribonucleases were suggested to have a broad range of biological functions including scavenging of nucleic acids, degradation of self-RNA, serving as cytotoxins and modulating host immune responses [28] . RNase T2 family members were found to be involved in the process of priming human dendritic cells for Th2 polarization of CD4 + T cells [29, 30] . The involvement of human RNASET2 in immune response made it a potential GD susceptibility gene and further functional studies were needed to clarify whether and how it played a role in GD pathogenesis. It should be noted that the association of chromosome band 6q27 were also found with susceptibility of other autoimmune diseases such as Crohn's disease, rheumatoid arthritis, type 1 diabetes mellitus and vitiligo [6] , which suggested this locus should be a shared genetic region among common autoimmune diseases.
